Fig. S1. Permeation pathway, gates, and closed and open crystal forms of the intracellular G loop gate of a GIRK1 chimera. Fig. S2 . Comparison of our best-scoring computational model with an NMR model of the footprint of Gβγ on GIRK1 residues. Fig. S3 . Gβ-and GIRK1-interacting residues in the best-scoring and largest cluster models. Fig. S4 . Critical elements of the open versus closed G loop conformations of the channel structure. Fig. S5 . Largest cluster model details. Fig. S6 . Effect of channel mutations on mean currents relative to the G1*.
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